Chemical genetics is a powerful scientific strategy that utilizes small bioactive molecules as experimental tools to unravel biological processes. Bioactive compounds occurring in nature represent an enormous diversity of structures that can be used to dissect functions of biological systems. Once the bioactivity of a natural or synthetic compound has been critically evaluated the challenge remains to identify its molecular target and mode of action, which usually is a time-consuming and labor-intensive process. To facilitate this task, we decided to implement the yeast three-hybrid (Y3H) technology as a general experimental platform to scan the whole Arabidopsis proteome for targets of small signaling molecules. The Y3H technology is based on the yeast two-hybrid system and allows direct cloning of proteins that interact in vivo with a synthetic hybrid ligand, which comprises the biologically active molecule of interest covalently linked to methotrexate (Mtx). In yeast nucleus the hybrid ligand connects two fusion proteins: the Mtx part binding to dihydrofolate reductase fused to a DNA-binding domain (encoded in the yeast strain), and the bioactive molecule part binding to its potential protein target fused to a DNA-activating domain (encoded on a cDNA expression vector). During cDNA library screening, the formation of this ternary, transcriptional activator complex leads to reporter gene activation in yeast cells, and thereby allows selection of the putative targets of small bioactive molecules of interest. Here we present the strategy and experimental details for construction and application of a Y3H platform, including chemical synthesis of different hybrid ligands, construction of suitable cDNA libraries, the choice of yeast strains, and appropriate screening conditions. Based on the results obtained and the current literature we discuss the perspectives and limitations of the Y3H approach for identifying targets of small bioactive molecules.
modified, whereas small signaling molecules acting as ligands remain unchanged but may initiate modification of their receptors, such as dimerization or phosphorylation (Cock et al., 2002; Lemmon and Schlessinger, 2010; Schulze et al., 2010; Jaillais et al., 2011; Li, 2011) . When small molecules interfere with essential steps in biological processes, they may exert pharmaceutical functions, and many natural compounds are directly used as drugs or serve as lead structure for the development of synthetic molecules (Vuorela et al., 2004; Koehn and Carter, 2005; Molinari, 2009; Kinghorn et al., 2011) . Signaling molecules may act at nodes of complementary signaling pathways in opposite manner, namely as activators and/or repressors, and hence their abundance and activity need to be tightly controlled. Such control mechanisms include synthesis and degradation of the small signaling molecules, as well as activation or inactivation by chemical modifications.
The identification of proteins interacting with small signaling molecules is of fundamental importance for understanding the molecular mechanisms of signal perception and transduction.
In plants, the organic small molecules that largely dominate research activity are a group of well-established hormones, including auxin, cytokinin, gibberellin, abscisic acid (ABA), brassinosteroids, jasmonates, and salicylic acid (SA), which collectively, and each by its own influence numerous aspects of growth, development, and interaction with the environment (Grant and Jones, 2009; Pieterse et al., 2009; Depuydt and Hardtke, 2011) . A long and arduous quest has only in recent years been successful by identifying the direct targets, i.e., the receptors, of most of the classical plant hormones mentioned above (Santner and Estelle, 2009; Lumba et al., 2010) . Although thereby a tremendous leap in understanding the molecular mechanisms of plant hormone action has been made, in comparison to animal hormone perception our knowledge is still fragmentary and many details need to be unraveled; for example, how is selective activation of different physiological responses by a single hormone achieved, what is the functional significance of hormone modifications, how is crosstalk between hormone pathways mediated, or how is hormone action eventually turned off (Chow and McCourt, 2006; Santner and Estelle, 2009; Lumba et al., 2010) ?
Phytotoxins are another class of small molecules that are critical for plant development and interaction with microbial pathogens (Speth et al., 2007; Strange, 2007; Möbius and Hertweck, 2009 ). They are low molecular weight substances produced by bacteria or fungi that impair plant performance and thereby influence the course of pathogen growth and disease/symptom development. To understand the mechanisms used by various pathogens to colonize their hosts, it is desirable to identify the cellular targets of phytotoxins and to unravel their modes of action. This knowledge may help to protect plants from fungal and bacterial colonization and to suppress disease development (Speth et al., 2007; Möbius and Hertweck, 2009) . Similarly, beneficial plant-microbe associations as they occur in arbuscular mycorrhizal symbiosis and root nodule symbiosis rely on mutual exchange of chemical signals, which mediate host-specific recognition, and developmental alterations in host organs to accommodate the symbiont (Jones et al., 2007; Parniske, 2008; Badri et al., 2009; Kawaguchi and Minamisawa, 2010) . In some instances the molecular mechanisms of this chemical dialog has been deciphered, e.g., the bacterial Nod factor and the related fungal Myc factor, both lipochitooligosaccharides, are recognized by plant LysM receptor kinases (Ercolin and Reinhardt, 2011; Maillet et al., 2011) . However, for other chemical signals that are involved in symbiosis, such as flavonoids and strigolactones, the targets still remain to be discovered (Badri et al., 2009; Akiyama et al., 2010) .
The diversity of small bioactive compounds has not only been exploited by nature, but also by man as agrochemicals and drugs to control weeds, pests, and diseases (Delaney et al., 2006; Walsh, 2007) . The common principle of modern-day pesticide and drug development is to aim for highly selective compounds with nanomolar affinity (or better) that act on a single molecular target (Delaney et al., 2006; Casida, 2009) . In addition to commercial applications, biologists are currently also performing chemical screens to identify bioactive small molecules that can be used to probe biological systems. This approach, referred to as chemical genetics, offers an alternative to classical genetics by substituting DNA mutations by systematic use of small molecules to elicit defined phenotypes in a biological system. Chemical genetic techniques have long been applied to animal systems in areas such as cancer research, cell death, and drug development (Stockwell, 2000 (Stockwell, , 2004 Mayer, 2003; Schreiber, 2003; Gangadhar and Stockwell, 2007) , but more recently have also found application in plant biology (Blackwell and Zhao, 2003; Armstrong et al., 2004; Serrano et al., 2007 Serrano et al., , 2010 Walsh, 2007; Hicks and Raikhel, 2009; Knoth et al., 2009; Robert et al., 2009; Lin et al., 2010; McCourt and Desveaux, 2010; Tóth and van der Hoorn, 2010; Kim et al., 2011) . Chemical genetics not only offers an alternative screening approach, it also has the potential to circumvent some of the inherent limitations of traditional forward genetics, such as lethality or redundancy of gene functions. In contrast to most mutations, a chemical enforced phenotype is conditional because bioactive molecules can be added at any time and dosages, and it is reversible because the chemical can in principle be removed. As previously pointed out by Smukste and Stockwell (2005) , the success of a chemical genetic strategy relies on (1) a robust assay that reliably reports on a biological process, (2) the isolation of selective compounds that systematically perturb this process, and (3) the identification of the cellular targets regulating the process of interest. Many recent advances have facilitated chemical genetic screens, for instance synthesis of complex chemical libraries (Schreiber, 2000; Kaiser et al., 2008; Wilk et al., 2009 ), development of cell-based assays, and last but not least, automation of assay assembly (liquid handling) and phenotyping, which allowed high-throughput screening ). However, eventually, the identification of targets of bioactive molecules remains the biggest challenge of all.
EXPERIMENTAL STRATEGIES TO IDENTIFY SMALL MOLECULE TARGETS
The identification of small molecule targets that underlie the observed phenotypic response is not only important in the basic sciences for elucidating molecular mechanisms, but has also great practical implications, for example in structure-based drug design. In the plant field target identification of chemically reactive small molecules via a combination of affinity purification and proteomics is becoming more and more routine Kaschani et al., 2009; Kolodziejek et al., 2011; Nickel et al., in press) , whereas inert small molecules (non-covalently binding ligands) remain challenging. Traditionally, identification of targets was mainly achieved by applying biochemical in vitro methods in particular affinity chromatography or other separation technologies combined with photoaffinity cross-linking or radiolabeled ligand binding. These techniques have proven to be successful, but they also suffer from evident limitations, which are governed in parts by the intrinsic properties of the small molecule. For instance, high binding affinity of a ligand will facilitate target identification, whereas low binding affinity might result in the loss of target proteins, particularly when they are present in low abundance, as often the case for membrane-localized receptors. Thus, equilibrium kinetics dictates the amount of target in a protein extract that is required for its identification and Frontiers in Plant Science | Plant Physiology isolation (Burdine and Kodadek, 2004; Terstappen et al., 2007) . Furthermore, immobilization of a small molecule ligand on a solid support requires that an appropriate functional group or linker is introduced and that this modification does not disrupt or seriously impair the biological activity of the small molecule (Zheng et al., 2004) . Although biochemical enrichment and detection methods have greatly improved in recent years, target purification and identification via affinity purification remains labor-intensive, time-consuming, and present-day versions relying on mass spectrometry and other profiling technologies are sophisticated and technically challenging (Lomenick et al., 2009; Rix and Superti-Furga, 2009 ).
Alternative technologies for target identification have been developed that circumvent the potential problems associated with low target protein abundance or low binding affinity. Genetic approaches are powerful because they can identify physiologically relevant targets, but they are limited to rapidly reproducing model organisms (e.g., bacteria, yeast, nematode, fruit fly, Arabidopsis) that allow screening of mutant populations for small moleculeresistant phenotypes (Zheng et al., 2004) . The recently achieved deconvolutions of targets for several hormone-resistant Arabidopsis mutants are excellent examples for the success of this genetic strategy (Chow and McCourt, 2006; Chini et al., 2007; Thines et al., 2007; Murase et al., 2008; Shimada et al., 2008; Browse, 2009; Park et al., 2009; Santner and Estelle, 2009; Lumba et al., 2010 ), but they also document an enormous time gap between initial mutant isolation and target identification. Another set of methods has in common that identification of a small molecule target is combined with cloning of its cDNA (Terstappen et al., 2007) . Such expression cloning technologies, including the yeast three-hybrid (Y3H) system, phage display and mRNA display, artificially increase the abundance of the target by expressing it as recombinant fusion protein, which may have properties that are different from the native original, in particular, when post-translational modifications are involved. Among these techniques, the Y3H system is particularly appealing because it not only offers direct access to the genes encoding target proteins, but it also relies on small molecule-protein interactions in living cells rather than in vitro and it permits scanning of whole proteomes for targets (Kley, 2004; Terstappen et al., 2007) . Importantly, this approach is not restricted to model organisms.
The Y3H technology for studying protein-small molecule interactions was originally developed by Licitra and Liu (1996) . It is an extension of the commonly used yeast two-hybrid system by introducing a third hybrid component, the small molecule linked to another ligand (Figure 1) . Similarly, other Y3H approaches have been developed to analyze tripartite interactions between proteins and (hybrid) RNAs (Jaeger et al., 2004; Vollmeister et al., 2009; Wurster and Maher, 2010) . In plant systems this approach was initially used to identify and characterize different RNA-binding proteins (Maniataki et al., 2003; Campalans et al., 2004; Hwang et al., 2005) , but more recent applications also served to monitor the assembly of trimeric protein complexes or to directly clone and identify bridging proteins, thereby allowing to screen for new signaling functions of proteins and peptides Nusinow et al., 2011; Rietz et al., 2011; Sheerin et al., 2011) . With respect to protein-small molecule interactions, surprisingly, few reports document the successful application of the Y3H system in search of novel targets. For example, the identification of cyclin-dependent protein kinases as well as other types of serine/threonine kinases was achieved by using various kinase inhibitors including the drug purvalanol B (Becker et al., 2004) . Instead, the Y3H system has rather been used to confirm binding of pharmacologically active compounds, such as FK506, methotrexate (Mtx), or dexamethasone (Dex), to known targets (Licitra and Liu, 1996; Henthorn et al., 2002; Becker et al., 2004; Terstappen et al., 2007) . To date, this variant of the Y3H technology has not been applied to plant systems. In view of its apparent advantages, the implementation of a Y3H platform for scanning whole plant proteomes for targets of small molecules can serve two main functions: (1) to establish complete catalogs of proteins interacting with small molecules that have signaling function in plant cells, such as hormones or toxins, and (2) to create a modular technology platform that allows and facilitates the identification of protein targets of bioactive small molecules that originate from high-throughput chemical screens, such as chemical activators or inhibitors.
TOOL BOX FOR A FISHING TOUR: IMPLEMENTING THE Y3H PLATFORM
To implement the Y3H system as new fishing technique, we adapted already established fishing gear to our needs. As a variant of the yeast two-hybrid system, which is commonly used to identify protein-protein interactions (Fields and Song, 1989; Phizicky et al., 2003) , the Y3H comprises three-hybrid components: (1) the hook, (2) the bait, and (3) the fish (Figure 1) . The successful interaction of these three modules creates a competent transcriptional activator complex, which drives expression of a reporter gene. Cells expressing the reporter are selected and sequencing their plasmid DNA will reveal the identity of the small molecule target(s). A functional Y3H platform requires strategies for designing and optimizing each of the involved hybrid components.
DESIGNING THE HOOK
The hook is a hybrid protein comprising two functional domains, the DNA-binding domain (DBD) and the ligand-binding domain. The Y3H systems reported previously rely on LexA or Gal4 as DBD to which various proteins have been fused to create the hook, including the glucocorticoid receptor (GR), FK506-binding protein 12 (FKBP12), and dihydrofolate reductase (DHFR). The common feature of these proteins is high-affinity binding of their ligands, dexamethasone (Dex), FK506, and Mtx, respectively (Lin et al., 2000; de Felipe et al., 2004) . The previous successful application of these ligand-receptor pairs in various Y3H systems also established that neither derivatization of the small molecule nor fusion of the receptor to the DBD impaired their binding capacities (Licitra and Liu, 1996; Lin et al., 2000; Henthorn et al., 2002; Baker et al., 2003; Becker et al., 2004; Schneider et al., 2008) .
We opted for the Y3H system expressing the hook vector encoding the LexA-DHFR fusion protein because DHFR binds Mtx with very high affinity (with K D in the picomolar range (Cayley et al., 1981) ) and it has been successfully used in Y3H screening (Becker et al., 2004) . By this selection we could also take advantage of the yeast strain V874Y, which was engineered such that it contains two reporter genes, LEU2 and lacZ, integrated into its genome (Baker www.frontiersin.org FIGURE 1 | The yeast three-hybrid system for target identification. The principle components of the Y3H system are (1) the hook, a fusion protein consisting of a DNA-binding domain and the Mtx-binding enzyme DHFR, (2) the bait, a hybrid ligand of Mtx chemically linked to a small molecule ligand (L) of interest, and (3) the fish, a transcriptional activation domain fused to a protein from a cDNA library (a potential target). The transcriptional activation of the reporter gene (LEU2 or lacZ ) only occurs upon formation of the trimeric complex. To validate the Y3H system, the Mtx-Dex hybrid ligand can be used in combination with the high-affinity Dex-binding glucocorticoid receptor (GR) fused to the activation domain. DHFR, dihydrofolate reductase; Mtx, methotrexate. et al., 2003) . Both reporters are placed under the control of LexA operators, whereas the hook, which is also integrated into the yeast genome, consists of fusion between the LexA DBD and DHFR under the control of the inducible GAL1 promoter. The phenotypic read-out of this integrated system was previously shown to be much more reliable than the plasmid-based system, resulting in significantly lower numbers of false negatives, i.e., white colonies in β-galactosidase assays (Baker et al., 2002 (Baker et al., , 2003 .
CUSTOMIZED BAITS: SYNTHESIS OF HYBRID LIGANDS
Fishermen know, the right choice of bait will determine the success of a fishing trip. Here, the bait is a hybrid ligand in which an "anchor" moiety is covalently connected via a linker to a compound of interest (Figure 1) . Each of these components can be varied, thus leaving head space for optimization and innovation (Licitra and Liu, 1996; Abida et al., 2002; Henthorn et al., 2002; Baker et al., 2003; Becker et al., 2004; de Felipe et al., 2004; Dirnberger et al., 2006; Gallagher et al., 2007) . However, for effective and affordable chemical synthesis of functional baits a few criteria should be considered. First, the "anchor" moiety should bind to the hook with high affinity and be amenable to facile chemical modification, thus making Mtx a prime choice. Second, the linker not only determines the distance (spacing) between the two ligands, it may also affect the solubility of the resulting hybrid ligand. Previous, systematic studies revealed that the linker between the two functional groups should have a minimum length of 5 carbon atoms to afford dimerization of the receptors, but a spacer length of 12 atoms would be most favorable, whereas the chemical nature of the linker had little impact on the biological read-out (Abida et al., 2002) . However, a polyethylene glycol (PEG) linker will improve solubility of the hybrid ligand in comparison to an aliphatic linker. Third, coupling of the small molecule of interest to the linker should ideally not impair its biological activity, which should be verified by appropriate bioassays. Finally, chemical synthesis of baits should be designed such to provide a straightforward route of few and simple reaction steps operating with good yields.
We applied chemical solution phase synthesis to obtain a variety of baits. To this end, the investigated small molecule probes were connected via a polyethylene glycol (PEG) linker to the Mtx moiety. To couple the small molecule with the Mtx-PEG part, either free carboxylic acid residues [for ABA, JA, and compound 8 (Cpd8)] or hydroxyl moieties [for cucurbic acid (CA), cucurbic acid methylester (CAMe), and 2,6-dihydroxybenzoic acid] of the small molecule under investigation were used, resulting in either amide or ester linkages (Figure 2) . In brief, the synthesis of the Mtx-PEG-amine intermediate relied on Nagy's protocol (Nagy et al., 1993) to generate the required Mtx intermediate. This compound was subsequently coupled with a PEG diamine residue, using standard peptide coupling conditions, to afford the key Mtx-PEG intermediate. For those small molecules that were linked to the Mtx-PEG moiety via their carboxylic acid moieties, a final standard peptide coupling between Mtx-PEG and the small molecule followed by cleavage of all protecting groups then afforded the desired baits. For those compounds that were linked via their hydroxyl groups, an additional step was required. The free hydroxyl group on the small molecule was first modified either with succinic anhydride (in case of CA and CAMe) or with an ω-halo carboxylic acid (in case of 2,6-dihydroxy benzoic acid) to generate a carboxylic acid intermediate that was subsequently coupled to the Mtx-PEG residue under standard peptide coupling conditions. Cleavage of remaining protecting groups and purification by HPLC then delivered the hydroxyl-linked baits.
To test whether or not the Mtx-PEG-derivatized small signaling molecules had retained their biological activity, we applied bioassays that rely on activation of reporter gene expression in planta (Koornneef and Pieterse, 2008; Schneider et al., 2008) . For example, Figure 3 shows that the hybrid ligands Mtx-JA and Mtx-CAMe, in contrast to JA, did not activate expression of the jasmonate-responsive LOX2p::GUS reporter gene ( Figure 3A) . By contrast, Mtx-ABA antagonized jasmonate-induced gene expression similar to ABA, although at five times higher concentrations ( Figure 3B) . However, lacking bioactivity not necessarily eliminates application of a bait from profiling experiments considering that it could bind to multiple targets, which may uncover new biological functions of a small molecule. This has recently been illustrated by a SNAP-tag-based Y3H screen using a bait that was modified such to prevent binding of the drug erlotinib to its known target, epidermal growth factor receptor (EGFR) tyrosine kinase, which is highly expressed and occasionally mutated in various forms of cancer (Chidley et al., 2011) . Indeed, the screen did not yield EGFR or any other kinase, but uncovered a new erlotinib target, oxysterol-binding protein-related protein 7 (ORP7).
CREATING SCHOOLS OF FISH: SYNTHESIS OF cDNA LIBRARIES
Fish is the target of a fishing tour and in the Y3H system it is contained in the cDNA libraries. To date, mainly mammalian cDNA libraries have been used with the Y3H technology (Licitra and Liu, 1996; Henthorn et al., 2002; Becker et al., 2004; Chidley et al., 2011) . To increase the yield, it is common practice to screens various cDNA libraries with a bait. This allows isolation of multiple targets if these are differentially expressed in tissues or under certain conditions, and it reduces the odds of missing a target because it is not contained or underrepresented in a library. In general, working with multiple mammalian libraries is facilitated by the large collection that is commercially available (Becker et al., 2004; Chidley et al., 2011) . Instead of screening whole libraries, it may also be useful to generate and screen custom cDNA arrays with specific baits, e.g., arrayed protein kinases with one or several kinase inhibitors (Becker et al., 2004) .
For the synthesis of plant cDNA libraries, we employed the pDEST22 vector (Clone Miner™ cDNA Library Construction Kit, Invitrogen, Life Technologies, Darmstadt, Germany). This vector is appropriated for the Y3H system because (1) it generates fusion proteins of the cloned cDNA with the GAL4 activation domain, (2) it contains TRP1 as selection marker for transformation into the employed yeast strain V874Y, which is auxotrophic for tryptophan, and (3) it relies on the Gateway® recombination cloning technology, which adds flexibility to the systems because any plant cDNA library that was cloned into a Gateway® pDONR™ vector can easily be shuttled into pDEST22 (Schneider et al., 2008) . In addition, the Gateway®-based system also allows transferring the cDNA libraries to alternative Y3H platforms such as the split-ubiquitin-based system (Johnsson and Varshavsky, 1994; Dirnberger et al., 2006) or the Sos recruitment system Aronheim, 2001; see below) . Once a fish is hooked, i.e., a target protein has bound to its small molecule ligand contained in the bait, the assembled transcriptional activator complex initiates expression of the reporter gene (Figure 1) . We note that the quality of cDNA libraries is of critical important for the success of any screen. Therefore, we made sure that our libraries represents diverse and full-length cDNAs (average insert size 1120 bp) and appropriate marker/candidate genes are contained, e.g., AOS, OPR3, JAR1, COI1, and LOX2 for JA signaling.
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MÉNAGE À TROIS: SCREENING WITH THE Y3H SYSTEM TESTING THE FUNCTIONALITY OF THE SYSTEM
Before starting extensive screening programs with the Y3H system, it is appropriate and advisable to test the proper cooperation of its three key components because the synthesized baits are relatively large molecules (M r ≥ 1.000) and their uptake by the yeast cells cannot be taken for granted. In addition, hybrid
FIGURE 3 | Evaluation of hybrid ligand bioactivity. Seedlings of an
Arabidopsis line containing the jasmonate-responsive LOX2p::GUS reporter gene were grown for 2 weeks hydroponically in microtiter plates (0.5× MS medium, Murashige and Skoog, 1962 containing 0.5% sucrose) and exposed to the indicated compounds in the absence (A) or presence of jasmonic acid methylester (JAMe, 100 μM) (B). Reporter activity was determined after 48 h by GUS staining (modified from Schneider et al., 2008) .
ligands could be toxic and impair growth. The yeast Saccharomyces cerevisiae is only weakly permeable for drugs and has efficient transporters catalyzing extrusion of structurally and functionally unrelated compounds out of the cells, thus mediating a phenotype known as multidrug resistance (Moye-Rowley, 2003; Gbelska et al., 2006; Gulshan and Moye-Rowley, 2007) . To test for functionality, we took advantage of the well-characterized interaction of DBD-DHFR, Mtx-Dex, and AD-GR in the Y3H system (Lin et al., 2000) . First, we confirmed that cells of strain V874Y transformed with GR inserted in pDEST22 grow on selective medium only in the presence of Mtx-Dex ( Figure 4A) . Secondly, we supplemented this complete assay with increasing concentrations of newly synthesized hybrid ligands, e.g., Mtx-CAMe, to compete with Mtx-Dex binding. Decrease in reporter gene activity, i.e., reduced yeast growth on selective medium, was obtained with all baits investigated, strongly suggesting that the baits were properly translocated into the yeast nucleus where they competed with Mtx-Dex for binding to DBD-DHFR ( Figure 4A) . Finally, we excluded the possibility that baits are toxic to yeast; no growth restriction was observed on media containing baits at 100-fold higher concentrations than used for screening.
YIELDS OF A FISHING EXPEDITION
The initial aim for establishing the Y3H platform focused on small signaling molecules known to mediate plant defense responses including jasmonates, SA and ABA, because these hormones act synergistically or antagonistically in regulatory networks, but the underlying molecular mechanisms of this signaling cross-talk are not yet understood (Mauch-Mani and Mauch, 2005; Koornneef and Pieterse, 2008; Spoel and Dong, 2008; Pieterse et al., 2009 ). Correspondingly, we synthesized five baits: they consisted of Mtx bound via a PEG spacer to jasmonic acid (Mtx-JA), cucurbic acid (Mtx-CA), cucurbic acid methylester (Mtx-CAMe), abscisic acid (Mtx-ABA), and the SA derivative 2,6-dihydroxybenzoic acid (Mtx-SA; Figure 2 ). Note that both Mtx-JA and Mtx-CA are jasmonate-derived baits, but the Mtx-PEG unit is attached to different functional groups and therefore the "jasmonate" residue is presented in opposite orientation. This variation was designed to minimize the risk of missing targets because an essential functional group for binding is masked in the hybrid ligand. In addition, we also used an unrelated hybrid ligand for screening that was designed as specific inhibitor of mammalian acyl protein thioesterase 1 (APT1), which catalyzes the depalmitoylation of the Ras protein (Deck et al., 2005) . This inhibitor, compound 8 (Cpd8), is a palmitoylated benzodiazepinedione derivative and a structural mimic of the C-terminus of processed H-Ras (Deck et al., 2005) . We extensively screened several Arabidopsis thaliana cDNA libraries that were synthesized from inflorescence, wounded or pathogen-infected leaves (Schneider et al., 2008) . Jasmonates are known to play important roles in these tissues and processes and we made sure that the selected cDNA libraries contained potential targets (Stintzi and Browse, 2000; Li et al., 2004; Wasternack, 2007; Browse, 2009; Koo and Howe, 2009; Wasternack and Kombrink, 2010) . Transformation of yeast cells with the library and the subsequent screening followed standard protocols (Gietz and Woods, 2002; Becker et al., 2004) . In brief, primary yeast transformants (at least 10 6 per library) were plated on selective medium (Synthetic Complete medium +Gal −His −Ura −Trp −Leu) supplemented with baits (10 μM) and grown colonies directly re-streaked on selective media plus and minus the respective bait. All clones surviving this second selection also survived selection after retransformation of plasmids into new yeast cells and thus were considered true candidates. The hybrid ligands Mtx-JA, Mtx-CA, and Mtx-ABA did not yield any candidate binding proteins from several million clones analyzed. By contrast, hybrid ligands containing CAMe, SA, and Cpd8 uncovered specific candidate targets. A putative epoxide hydrolase (EH) and 5-methylthioribose kinase (MTK) were found to interact with Mtx-CAMe, serine/threonine protein phosphatase 2C (PP2C6) with Mtx-SA, and several members of the squamosa promoterbinding protein (SBP) transcription factor family, SPL3, SPL4, and SPL13 with Mtx-Cpd8 ( Table 1) . We note that proteins were considered candidate targets only after stringent validation comprising secondary screens and several other control treatments: (1) The fish vector was isolated from cells identified in the first selection round and re-transformed into new yeast cells, which were again subjected to selective medium. This eliminates the possibility that initial yeast growth is due to unwanted background mutations in the yeast genome. (2) Growth of yeast cells expressing a particular candidate was strictly dependent on the presence of the corresponding bait in selective medium (−Leu), whereas other baits did not support growth. (3) We checked that the activation of the LEU2 reporter gene was strictly dependent on the formation of the ternary complex between hook, bait, and fish. As predicted, increasing concentrations of Mtx out-competed the interactions and suppressed yeast growth on selective medium ( Figure 4B) . (4) In addition to LEU2, the yeast cells harbor lacZ as second reporter gene. However, its activity was detectable only with some candidates (e.g., EH) and not with others (e.g., MTK), which presumably reflects the strength of the protein-ligand interaction. Finally, as evident from Table 1 , the number of clones isolated for individual candidate targets varied considerably, ranging from 1 to 37. Again, this can be considered as indicator of interaction strength and/or abundance of a particular candidate target in the corresponding sample (cDNA library).
The number of candidate targets we identified in our screens is too low to draw general conclusions and yet, intriguingly, we uncovered three enzymes interacting with JA or SA derivatives and three members of a transcription factor family interacting with Cpd8. For the enzymes it can be speculated that they either catalyze conversion of the corresponding compound (or a related derivative) or that their enzymatic activity is regulated by ligand binding. Enhanced expression and activity of EH have been associated with pathogen defense and protection from oxidative damage in several plant species, although a bona fide substrate remained elusive (Guo et al., 1998; Gomi et al., 2003; Wijekoon et al., 2008, www.frontiersin.org 2011). Fatty acid epoxides are precursors of jasmonate and other oxylipins and EH may play yet unknown roles in generation of signals for activation of certain defense responses (Mosblech et al., 2009; Wasternack and Kombrink, 2010) . However, the Arabidopsis EH identified here has not been studied previously and therefore its function remains unknown. MTK is a key enzyme of the methionine cycle, which is essential for sulfur metabolism and ethylene biosynthesis (Sauter et al., 2004; Bürstenbinder et al., 2007) . Regulation of this enzymatic step by jasmonates may be involved in coordinated biosynthesis of ethylene and jasmonate, which are known to function cooperatively (Lorenzo and Solano, 2005; Wasternack, 2007; Pieterse et al., 2009 ). Likewise it is tempting to speculate that SA-mediated activation of defense responses not only occurs via protein kinases (Brodersen et al., 2006; Bartels et al., 2009 ), but may also involve protein phosphatases, such as PP2C6 acting on unknown substrates. PP2C6 shares high sequence similarity with other members of the protein phosphatase family (up to 87%), but whether or not this results in functional redundancy has not yet been explored (Schweighofer et al., 2004) . The SBP-domain containing proteins are a group of plant-specific transcription factors that are encoded by moderately sized gene families in all seed plants, and in Arabidopsis it is represented by 17 members of the SPL gene family (Cardon et al., 1999; Riese et al., 2007) . Individual family members are known to be involved in developmental programs, e.g., floral transition and leaf serration, as well as stress and hormone responses. However, redundancy resulting from the high degree of similarity between different family members seriously impairs functional analyses and therefore knowledge of the regulatory mechanism of SBP-box transcription factors is rather limited (Riese et al., 2007) . It is tempting to speculate that Cpd8 may function as molecular glue, mimicking an unknown natural compound that helps to assemble an active transcriptional protein complex. Obviously, our Y3H approach did not yield any of the recently identified receptors of the plant hormones, ABA or JA (Chini et al., 2007; Thines et al., 2007; Ma et al., 2009; Park et al., 2009) . Also, the targeted approach, expressing the ABA and JA receptors PYR1/RCAR1 and COI1, respectively, as fishes in yeast did not yield detectable interactions with the baits Mtx-ABA or Mtx-JA. In view of the resolved structures of both hormone receptors these results are not surprising because (1) both hormones bind at the interfaces of multimeric protein complexes, which cannot be resolved by the Y3H approach; (2) ABA is completely embedded in its dimeric receptor (Lumba et al., 2010) , and the Mtx-tagged hormone apparently does not allow formation of a stable complex with a single component; (3) the bioactive jasmonate is indeed the JA-Ile conjugate (Browse, 2009; Fonseca et al., 2009 ), which we have not yet used for bait synthesis; (4) both ABA and JA are hydrophobic small molecules that require very close interaction with putative receptors to afford tight binding, because their binding relies solely on weak Van der Waals forces (in contrast to strong electrostatic interactions between polar molecules such as JA-Ile). Nevertheless, we note that the Y3H screening provided interesting and promising new hits as starting points for further studies, but the biological significance of the interactions between the candidate target proteins and the small molecule moieties of the corresponding baits needs critical evaluation. This is obviously relevant since none of the identified putative targets are known to interact with the different test compounds employed. Therefore, the interactions need to be confirmed in vitro and/or in planta by experimental approaches that include binding assays with the unmodified small molecule and characterization of Arabidopsis mutants that are defective in the respective candidate target gene.
EVALUATION OF THE METHODOLOGY: PROS AND CONS OF THE Y3H SYSTEM
We have demonstrated that the Y3H technology is a valid approach to isolate binding protein candidates of small bioactive molecules from plant sources in extension of previous successful applications to yeast and mammalian systems, which were nurtured from drug research aiming at drug target identification (Licitra and Liu, 1996; Becker et al., 2004; Dirnberger et al., 2006; Chidley et al., 2011) . The clear advantages of the Y3H system over biochemical approaches for target identification are as follows: (1) The interaction between the ligand and its binding protein is monitored in vivo; (2) the technology relies on expression cloning and thereby allows facile and direct identification of the protein targets by sequencing, and therefore, (3) the method is independent of the amount of biological starting material and should yield results, provided that the protein targets are represented in the cDNA library used; (4) the method can uncover multiple targets in single screen, but only one at a time (see interaction of Cpd8 with SPL isoforms), thus redundancy of gene function is not a problem, unlike in genetic screens, and similarly, (5) identification of target proteins that would cause a lethal phenotype when absent is likewise no problem, unlike in classical genetic screens.
Of course, all experimental approaches also have their limitations. Quite unexpectedly, and in contrast to common experience with the Y2H system, we uncovered only very few candidate targets for most of the hybrid ligands we used for screening, some even yielding none. This presumably reflects the strength of the protein-ligand interaction, since the largest and most hydrophobic molecules such as Cpd8 and Dex provided numerous candidates ( Table 1 ) and strong reporter activation (Figure 4A) , respectively. Correspondingly, the success of a screen will be affected by the nature of the bait. To generate hybrid ligands requires chemical synthesis, which may be difficult or unaffordable depending on the nature or availability of the small molecules of interest. It is important to realize that the Y3H system also suffers from some inherent limitations: (1) The read-out of the system is reporter gene activation and therefore only soluble target proteins that translocate to the yeast nucleus can be identified, whereas proteins localizing to organelles or membranes escape detection. (2) Identification of multimeric target protein complexes is not possible since only single cDNAs are expressed in individual yeast cells. (3) Both the bait and the target protein are hybrid molecules and the introduced modifications may impair their efficient interaction or other structural/steric constraints may prevent formation of a stable complex. (4) As mentioned earlier, uptake of hybrid ligands needs consideration since yeast has efficient drug extrusion systems.
Some of these inherent limitations can be circumvent by modifications that have recently been introduced to the Y3H system. For instance, using a modified split-ubiquitin system allows monitoring small molecule-protein interactions outside of the Frontiers in Plant Science | Plant Physiology yeast nucleus (Dirnberger et al., 2006) . The system employs fusion proteins of the N-and C-terminal ubiquitin halves to generate the hook and the fishes and relies on the reconstitution of ubiquitin upon their interaction with the bait, which triggers degradation of the Ura3 reporter system allowing growth of yeast cells in the presence of the otherwise toxic compound, 5-fluoroorotic acid (Johnsson and Varshavsky, 1994) . Similarly, the Sos recruitment system, originally designed to detect protein-protein interactions Aronheim, 2001) , has also successfully been modified for selective monitoring of receptor-ligand interactions occurring at the plasma membrane. The system relies on the inability of the yeast strain cdc25H to grow at restrictive temperature (37˚C) due to a mutation in the cdc25 gene encoding a guanyl nucleotide exchange factor, which actives Ras signaling pathway. This temperature-sensitive phenotype can be rescued by expression of the human Sos gene, but only when the protein is targeted to the plasma membrane via protein-protein interaction or formation a ternary complex comprising two fusion proteins and a corresponding bait (Aronheim, 1997; Broder et al., 1998) . In fact, we could demonstrate that myristylated, membrane-anchored GR recruited the DHFR-hSos fusion protein to the membrane only in the presence of the bait Mtx-Dex and thereby initiated Ras-dependent growth of the temperature-sensitive yeast mutant strain cdc25H at restrictive temperature. Both methods expand the experimental conditions for detecting small molecule interactions with target proteins by the Y3H system. Other modifications and developments aimed at circumventing the low permeability of yeast for chemicals, for example by designing a mammalian threehybrid system by adaptation of a mammalian protein-protein interaction trap (MAPPIT) system (Eyckerman et al., 2001; Tavernier et al., 2002; Caligiuri et al., 2006) , or by deleting three genes encoding broad-spectrum drug transporters from the yeast genome to increase uptake of chemicals (Chidley et al., 2011 ). An interesting recent variant of the Y3H system is the SNAP-tagbased version, which permits to covalently anchor the bait, a hybrid ligand of O 6 -benzylguanine with a small molecule, to the hook, a fusion between the SNAP protein and the LexA DBD, and to screen for interacting target proteins by transcriptional activation of reporter genes as in the conventional Y3H system (Chidley et al., 2011) . This system not only stabilizes the hook-bait interaction, but it also allows independent validation of the binding of the small molecule to the target protein by affinity chromatography, using a matrix with immobilized GST-SNAP fusion protein and anchored small molecule. Such approach is very convenient because independent confirmation of Y3H interactions outside of yeast cells is not always an easy task, as we were taught by own experience with candidate targets. Thus, despite obvious limitations, the Y3H system has sufficient potential to generate candidates for subsequent in vivo and in planta analysis. In addition, further modifications of the technology can be envisioned to expand its application, for example by coupling Mtx to peptides, oligonucleotides, or other biomolecules.
CONCLUSION
The Y3H system shows great promise as a tool for scanning whole expressed genomes for binding proteins of small molecules. It has been successfully used to identify and/or confirm mammalian targets of several inhibitors or drugs (Licitra and Liu, 1996; Henthorn et al., 2002; Becker et al., 2004; Dirnberger et al., 2006; Chidley et al., 2011) . We have demonstrated that this direct functional cloning strategy can also be applied to plant systems and that several synthesized hybrid ligands comprising plant-specific small signaling molecules allowed the identification and isolation of putative protein targets from various plant cDNA libraries. Although the Y3H system is still a relatively new technology (Licitra and Liu, 1996) , it received several modifications with the aim to circumvent some of its inherent limitations, such as the requirement for nuclear targeting or high-affinity binding (Dirnberger et al., 2006; Chidley et al., 2011) . Such refinements will expand the experimental conditions for application of Y3H systems and it can be expected that many more protein targets of drugs and other small molecules will be identified with this innovative technology. However, the relative complexity of the system also requires a committed investment into the creation and optimization of its different modules such as chemical synthesis and molecular cloning and screening strategies.
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